The peptide sequence and hydroxylation positions were verified using full MS scan followed by auto-MS/MS. The doubly charged ions (indicated by the blue dots) were specifically targeted as precursor ions to produce the characteristic peptide fragmentation patterns for each peptide species (CE= collision energy).
Supplementary Figure 2. MS/MS
spectra for domain 1 of MtCEP1 hydroxylated peptides using the Q Exactive Orbitrap MS. From the three signature peaks of y5, y9, and y12, the hydroxylation position of the peptides were determined. The three peptides were hydroxylated at Pro4 and Pro11 (D1:HyP4,11), Pro7 and Pro11 (D1:HyP7,11) and Pro11 (D1:HyP11). Figure 3 . MS/MS spectra for domain 1 of MtCEP1 triarabinosylated peptides using the Q Exactive Orbitrap MS. From the signature peaks of y5, y9 and y12, the triarabinose was determined at Pro11 in all three species. The different species identified differed by the positions of additional hydroxylation on Pro4 (D1:HyP4, TaP11) or Pro7 (D1:HyP7,TaP11). A triarabinosylated peptide without additional hydroxylation was also identified (D1:TaP11). 
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